Supplementary Figures
. Putative 'Nebbiolo'-specific transcripts expression analysis in a pool of tissues (Table   S3) collected from 'Nebbiolo' CVT 71 in 2013 (N_2013), and in 2017 (Table S6 ) from 'Nebbiolo' CVT 185 and CVT 423 (N_2017), 'Barbera' (B) and PN40024 (P); -, water. The gene VIT_04s0044g00150 not specific for 'Nebbiolo' was used as control in order to verify the amplification in 'Barbera' (B) and PN40024 (P). Primers sequences are shown in Table S13 . Figure S2 . BinGO results for over-represented GO biological processes of all genes associated with SNVs shared by the three 'Nebbiolo' clones (FDR < 0.05). Coloured circles represent overrepresented processes. Figure S3 . Diagrams showing the numbers of filtered putative clone-specific SNVs together with the numbers for protein-coding and high-impact SNVs obtained with SNPeff analysis. Figure S4 . Output of TaqMan® SNV genotyping assays for Ne_SNV31, Ne_SNV33 and Ne_SNV62. For the three sequenced clones CVT 423, CVT 71 and CVT 185 were analysed berry skin (BS), berry flesh (BF) and leaf (L) in order to identify periclinal chimeras. Tables   Table S1 . Description of the three 'Nebbiolo' clones used for the genome sequencing. E-L33 E-L33 E-L33, E-L35 E-L33 E-L35 E-L33, E-L35 *organs not collected from PN40024.
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